Computational proteomics: designing a comprehensive analytical strategy.
The proper combination of proteomics with bioinformatics is highly synergistic, capable of propelling proteomics into a truly high-throughput platform. However, appropriate experimental design and analytical considerations are needed to maximize analytical outcome. This review highlights key issues and caveats in converting raw data to protein identifications, and subsequently biological insight. It offers some insights on how the establishment of highly robust proteomics pipelines can be used for studying novel areas such as computational epigenetics, high performance functional studies and new discovery paradigms for drug targets and biomarkers.